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bromodomain-containing 2 [Ratt... 
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qil 
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Serine tlireonine Kinase [Coturn. . . 
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39645317 | qb | 7\AH63840 . 1 1 


BRD2 protein [Homo sapiens] 
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014 .1.1 (bromodomain-containing . . . 
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bromodomain containing protein . . . 
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12802525 1 qb lAAK07919.il 


ring 3 [Mus musculus] 
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2780775 Idbi 1 BAA24377.il 


Ring3 [Mus musculus] 
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1082363 Ipir II A56619 female sterile homeotic (fsh) homolo. . . 
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1370115 1 einb 1 CAA65450 , 1 1 


kinase [Homo sapiens] 
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2780777 Idbi 1 BAA24378.il 


Ring3 [Mus musculus] >gi | 2780779 .. . 
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276962711 qb lAAH437 84.il 


Brd2-A-prov protein [Xenopus lae... 
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120558 1 sp 1 P13709 1 FSH DROME FEMALE STERILE HOMEOTIC PROTE . . . 


89 


2e- 


17 


B 


qi 


24640482|ref |NP 511078.21 


CG2252-PB [Drosophila melanoga... 
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27 80434 61 qb I AA022237. 1| 


Unknown (protein for IMAGE : 59138 .. . 
BRD4-NUT fusion oncoprotein [Horn. . . 
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24640484|ref |NP 727228.1] 


CG2252-PA [Drosophila melanoga... 
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31206311|ref ]XP 312107.1] 


ENSANGP00000016848 [Anopheles . . . 
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34853148|ref |XP 342397.11 


similar to Brd3 protein [Rattu... 
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similar to ENSANGP00000016848 . . . 
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unnamed protein product [Mus mu. . . 
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47115837 ] sp ] Q8K2F0 1 BRD3 MOUSE Bromodomain-containing pro... 
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bromodomain containing 3; brom. . . 
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8575733 ] qb ]AAF7 8072. 1 ] bromodomain-containing FSH-like p... 
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KIAA0043 [Homo sapiens] 
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BRD3 protein [Homo sapiens] 
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unnamed protein product [Mus mu. . . 
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bromodomain containing protein. . . 
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3184498 [qb|AAC27978.1] R31546 1 [Homo sapiens] 
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37674287|ref |NP 932762.1] 


bromodomain containing 4 isofo... 
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7657218 ] ref]NP 055114.11 


bromodomain-containing protein . . . 
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45501005 ] qb] AAH67129. 1] 


Unknown (protein for IMAGE : 61387 .. . 
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3387 9612 ] qb] AAH30158 .11 


BRD4 protein [Homo sapiens] 
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33416361 lqbjA7VH55533. 1] 


Zgc: 77289 protein [Danio rerio] 
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Unknown (protein for MGC:77289... 
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Unknown (protein for IMAGE : 38191 . 
unnamed protein product [Tetrao... 
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] 19171509 lemb]CAC84 08 5.1] 


hypothetical protein [Takifugu . . . 
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similar to bromodomain-contain. . . 
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bromodomain-containing protein. . . 
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]31560788|ref |NP 065254.2 


bromodomain containing 4 isofo... 
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unnamed protein product [Tetrao... 


80 


le- 


-14 




qi 


1 18157527 I dbi ] BAB83842 . 1 j 


BRD2--partially supported by GEN... 
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472i2213 1 e'mb 1 CAF94980. 11 unnamed protein product [Tetrao... 
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38014413|qb|AAH60452.1| LOC398944 protein [Xenopus laevis] 
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169050891 ref|NP 473395.11 bromo domain, testis-specif ic; ... 
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10441758 |qb IAAG17179.il RING3 [Myxine glutinosa] 
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49899749 Iqb lAAH76786.il Unknown (protein for MGC: 83700) ... 
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28278510 1 qb IAAH45866 . 1 1 Similar to bromodomain containin. . . 
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33355659 1 qb IAAQ16198 . 1 1 testis-specif ic BRDT protein [Ho... 
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46399198 1 ref |NP 001717.21 testis-specif ic bromodomain pr. . . 
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28839607|qb|A7\H47900.1| BRDT protein [Homo sapiens] 
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17551634|ref INP 508124.11 kinase (40.9 kD) (XB213) [Caen... 
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24649433|ref |NP 651190. 1| CG13597-PA [Drosophila melanog. . . 
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39592569 1 emb 1 CAE63646. 1 1 Hypothetical protein CBG08144 [... 
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42571057 1 ref 1 NP 973602.11 DNA-binding bromodomain-contai . . . 
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9294219 1 dbi 1 BAB02121 . 1 1 unnamed protein product [Arabido... 
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15232127 1 ref INP 189362. 1| DNA-bindinq bromodomain-contai... 
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32564850 1 ref 1 NP 871879. 1| bromodomain containing protein. . . 
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1 18417335 1 ref |NP 568297.11 DNA-binding bromodomain-contai... 
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|25152243|ref |NP 509770.21 bromodomain containing (XL193) . . . 
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1 18395937 1 ref 1 NP 566151.11 DNA-binding bromodomain-contai... 
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1 6016737 Iqb IAAF01563. 1 1 hypothetical protein [Arabidopsis... 
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□ > qi| 137 0092|emb|CAA6544 9.1 1 kinase [Gallus gallus] 
Length ^ 729 

Score = 95.9 bits (237), Expect ^ 2e-19 

Identities = 46/49 (93%), Positives = 48/49 (97%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRR LE++Y 
Sbjct: 40 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRR-LENNY 87 



Score =59.3 bits (142), Expect = 2e-08 
Identities = 26/41 (63%), Positives = 32/41 (78%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA LGL DYH+IIK PMD+ TIKR++ DY 
Sbjct: 315 YAWPFYKPVDAS7VLGLHDYHEIIKHPMDLSTIKRKMENRDY 355 



□ > qi| 7512236|pir| |T28145 RING3 kinase - chicken 
qi I 3129967 | emb | CAA18965 , 1 1 RING3 kinase [synthetic construct] 
Length = 733 

Score = 95.5 bits (236), Expect ^ 3e-19 

Identities = 46/49 (93%), Positives = 48/49 (97%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

MK7\LWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRR LE++Y 
Sbjct: 40 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRR-LENNY 87 



Score =58.9 bits (141), Expect = 3e-08 
Identities = 26/41 (63%), Positives = 32/41 (78%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA LGL DYH+IIK PMD+ TIKR++ DY 
Sbjct: 319 YAWPFYKPVDASALGLHDYHEIIKHPMDLSTIKRKMENRDY 359 



□ > qi 1 299527 01 emb I CAA15819.1 I B MMRING3.1.2 [Mus musculus] 

qi I 30417 63 I dbj | BAA25416, 1 1 :B Ring3 [Mus musculus] 

qi I 3811391 |qb|AAC69907. 1 1 H RING3 [Mus musculus] 
Length =7 98 

Score =95.5 bits (236), Expect = 3e-19 

Identities = 46/49 (93%), Positives - 48/49 (97%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRR LE++Y 
Sbjct: 86 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRR-LENNY 133 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 
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Score =57.8 bits (138), Expect ^ 7e-08 
Identities - 25/41 (60%), Positives = 31/41 (75%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA LGL DYH UK PMD+ T+KR++ DY 
Sbjct: 367 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDY 407 



□ > qi| 47059183|ref INP 997660, 1| S bromodomain-containing 2 [Rattus norvegicus] 

gi I 46237556 I emb | CAES 3937 . 1 1 B bromodomain-containing 2 [Rattus norvegicus] 
Length = 798 

Score = 95.5 bits (236), Expect = 3e-19 

Identities = 46/49 (93%), Positives = 48/49 (97%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRR LE++Y 
Sbjct: 86 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRR-LENNY 133 



Score = 57.8 bits (138), Expect = 7e-08 
Identities 25/41 (60%), Positives = 31/41 (75%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA LGL DYH UK PMD+ T+KR++ DY 
Sbjct: 367 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDY 407 



□ > qi I 34392374 | dbj | BAC82511. 1| Serine threonine Kinase [Coturnix japonica] 
Length — 735 

Score = 95.5 bits (236), Expect = 3e-19 

Identities = 46/49 (93%), Positives = 48/49 (97%), Gaps - 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

lyLKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRR LE++Y 
Sbjct: 40 MKTUjWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRR-LENNY 87 



Score - 58.9 bits (141), Expect = 3e-08 
Identities - 26/41 (63%), Positives = 32/41 (78%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA LGL DYH+IIK PMD+ TIKR++ DY 
Sbjct: 319 YAWPFYKPVDASTVLGLHDYHEIIKHPMDLSTIKRKMENRDY 359 



□ > gi I 6753910 | ref I NP 034368 . 1 | B bromodomain containing 2; female sterile homeotic 
bromodomain-containing 2 [Mus musculus] 

gi I 3273701 1 qb | AAC24810 . 1 [ @| female sterile homeotic-related protein Frg-1 [Mus mu 
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Length = 798 



Score = 95.5 bits (236), Expect = 3e-19 

Identities = 46/49 (93%), Positives ^ 48/49 (97%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRR LE++Y 
Sbjct: 86 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRR-LENNY 133 



Score =57.8 bits (138), Expect - 7e-08 
Identities - 25/41 (60%), Positives = 31/41 (75%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

-l-AWPF H-PVDA LGL DYH I IK PMD+ T+KR++ DY 
Sbjct: 367 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDY 407 



□ > gi 12 995269 |emb| CAA15818. 1 1 B MMRING3 . 1 . 1 [Mus musculus] 
Length = 752 

Score = 94.7 bits (234), Expect = 4e-19 

Identities = 46/49 (93%), Positives = 48/49 (97%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 4 9 

MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRR LE++Y 
Sbjct: 40 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRR-LENNY 87 



Score = 57.4 bits (137), Expect = 8e-08 
Identities = 25/41 (60%), Positives = 31/41 (75%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA LGL DYH IIK PMD+ T+KR++ DY 
Sbjct: 321 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDY 361 



□ > qi I 1588281 Iprf I |2208296A RING3 protein 
Length = 509 

Score 94.7 bits (234), Expect = 5e-19 
Identities = 45/49 (91%), Positives = 46/49 (93%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRL + Y 
Sbjct: 40 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYY 88 



Score =57.4 bits (137), Expect = 9e-08 
Identities = 25/41 (60%), Positives = 31/41 (75%) 

Query; 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA LGL DYH IIK PMD+ T+KR++ DY 
Sbjct: 203 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDY 243 
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□ > qi I 39645317 | qb | AAH63840 . 1 1 @ BRD2 protein [Homo sapiens] 
Length = 836 

Score ^ 94.7 bits (234), Expect = 5e-19 
Identities = 45/49 (91%), Positives = 46/49 (93%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRL + Y 
Sbjct: 87 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYY 135 



Score = 57.4 bits (137), Expect = 9e-08 
Identities = 25/41 (60%), Positives = 31/41 (75%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA LGL DYH I IK PMD+ T+KR++ DY 
Sbjct: 368 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDY 408 



□ > qi I 157 062 62 I enib | CAC69991 . 1 1 B 014.1.1 (bromodomain-containing protein 2 (RING3, 

isoform 1) [Homo sapiens] 
qi| 157 06263 | emb | CAC69989. 1 | 027.1.1 (bromodomain-containing protein 2 (RING3, KIA 
isoform 1) [Homo sapiens] 
Lengtti = 8 01 

Score = 94.7 bits (234), Expect = 5e-19 
Identities = 45/49 (91%), Positives = 46/49 (93%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRL + Y 
Sbjct: 87 MK7VLWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYY 135 



Score =57.4 bits (137), Expect = 9e-08 
Identities = 25/41 (60%), Positives = 31/41 (75%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA LGL DYH I IK PMD+ T+KR++ DY 
Sbjct: 368 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDY 408 



□ > qi 148268061 ref | NP 005095 . 1 1 B bromodomain containing protein 2; female sterile 
gene 1; bromodomain-containing 2 [Homo sapiens] 

qill2230989|sp|P25440|BRD2 HUMAN & Bromodomain-containing protein 2 (RING3 protei 

qi|577293|dbi |BAA07641.1[ B KIAA9001 [Homo sapiens] 

gi 12980663 I emb I CAA43996.il :Q FSH [Homo sapiens] 
Lengtli = 8 01 

Score = 94.7 bits (234), Expect = 5e-19 
Identities = 45/49 (91%), Positives = 46/49 (93%) 
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Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

MK7VLWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRL + Y 
Sbjct: 87 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYY 135 



Score =57.4 bits (137), Expect = 9e-08 
Identities = 25/41 (60%), Positives = 31/41 (75%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA LGL DYH UK PMD+ T+KR++ DY 
Sbjct: 368 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDY 408 



□ > qi| 128 02525|qb|AAK07919. 1 | M ring 3 [Mus musculus] 
Length = 503 

Score = 94.4 bits (233), Expect 7e-19 
Identities = 45/49 (91%), Positives = 46/49 (93%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRL + Y 
Sbjct: 86 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYY 134 



Score = 57.0 bits (136), Expect = le-07 
Identities = 25/41 (60%), Positives = 31/41 (75%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA LGL DYH UK PMD+ T+KR++ DY 
Sbjct: 367 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDY 407 



□ > qi 1 2780775 | dbj | BAA24377 . 1 1 IB Ring3 [Mus musculus] 
Length ^ 549 

Score = 94.0 bits (23*2), Expect = 8e-19 
Identities = 45/49 (91%), Positives = 46/49 (93%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRL + Y 
Sbjct: 86 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYY 134 



Score =57.0 bits (136), Expect = le-07 
Identities = 25/41 (60%), Positives = 31/41 (75%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA LGL DYH UK PMD+ T+KR++ DY 
Sbjct: 367 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDY 407 



□ > qii 1082363 Ipir I IA56619 female sterile homeotic (fsh) homolog RING3 - human 
qi| 182769 Iqb lAAA68 8 90.il B putative 
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Length = 754 

Score = 94.0 bits (232), Expect ^ 8e-19 
Identities = 45/49 (91%), Positives = 46/49 (93%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRL + Y 
Sbjct: 40 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYY 8 8 



Score = 57.0 bits (136), Expect = le-07 
Identities = 25/41 (60%), Positives = 31/41 (75%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA LGL DYH I IK PMD+ T+KR++ DY 
Sbjct: 321 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDY 361 



□ > qi| 1370115|einb| CAA65450. 1 1 B kinase [Homo sapiens] 
Length = 754 

Score = 94.0 bits (232), Expect = 8e-19 
Identities = 45/49 (91%), Positives = 46/49 (93%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRL + Y 
Sbjct: 40 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYY 8 8 



Score =57.0 bits (136), Expect = le-07 
Identities = 25/41 (60%), Positives = 31/41 (75%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA LGL DYH IIK PMD+ T+KR++ DY 
Sbjct: 321 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDY 361 



□ > qi|27 8 0777|dbi | BAA24378.il B Ring3 [Mus musculus] 

qi|278 0779|dbi | BAA24379.il H Ring3 [Mus musculus] 
Length = 503 

Score = 93.2 bits (230), Expect = le-18 
Identities = 45/49 (91%), Positives = 46/49 (93%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 4 9 

MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRL + Y 
Sbjct: 4 0 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLENNYY 8 8 



Score = 56.6 bits (135), Expect = le-07 
Identities - 25/41 (60%), Positives = 31/41 (75%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 
+AWPF +PVDA LGL DYH IIK PMD+ T+KR++ DY 
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Sbjct: 321 YAWPFYKPVDASALGLHDYHDIIKHPMDLSTVKRKMENRDY 361 



□ > qi|27696271|qb|AAH437 84. 11 B Brd2-A-prov protein [Xenopus laevis] 
Length = 539 

Score = 90.5 bits (223), Expect = le-17 

Identities = 41/49 (83%), Positives = 48/49 (97%), Gaps 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K+LWKHQF+WPFRQPVDAVKLGLPDYHKIIKQPMDMGT+K+R LE++Y 
Sbjct: 87 VKSLWKHQFSWPFRQPVDAVKLGLPDYHKIIKQPMDMGTVKKR-LENNY 134 



Score =52.0 bits (123), Expect = 4e-06 
Identities = 22/36 (61%), Positives = 28/36 (77%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRL 44 

+AWPF +PVD LGL DY+ UK PMDM TIK+++ 
Sbjct: 362 YAWPFYKPVDVSALGLHDYYDIIKHPMDMSTIKKKM 397 



□ > qi I 120558 [ spi P13709 I FSH DROME FEMALE STERILE HOMEOTIC PROTEIN ( FRAGILE -CHORION 
PROTEIN) 

qi I 280611 Ipir I |A43742 female sterile homeotic protein, 205K - fruit fly (Drosoph 
melanogaster ) 

qi| 157 453|qb|AAA2 8540.1[ H 7 . 6 kb fsh membrane protein 
Length = 2038 

Score = 89.7 bits (221), Expect = 2e-17 

Identities = 38/49 (77%), Positives = 44/49 (89%), Gaps ^ 1/49 (2%) 

Query: 1 MK7VLWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

MK +WKH F+WPF+QPVDA KL LPDYHKI IKQPMDMGTIK+R LE++Y 
Sbjct: 47 MKVIWKHHFSWPFQQPVDAKKLNLPDYHKIIKQPMDMGTIKKR-LENNY 94 



Score =62.8 bits (151), Expect = 2e-09 

Identities = 27/45 (60%), Positives = 35/45 (77%), Gaps = 1/45 (2%) 

Query: 6 KHQ-FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

KH +AWPF +PVDA LGL DYH IIK+PMD+GT+KR++ +Y 
Sbjct: 495 KHSGYAWPFYKPVDAEMLGLHDYHDIIKKPMDLGTVKRKMDNREY 539 



□ > qi|24640482 I ref |NP 511078.21 H CG2252-PB [Drosophila melanogaster] 

qi|22 831925|qb|AAF4 6312. 3 | H CG2252-PB [Drosophila melanogaster] 
Length = 2 038 

Score = 89.7 bits (221), Expect = 2e-17 

Identities = 38/49 {11%), Positives = 44/49 (89%), Gaps = 1/49 (2%) 
Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 
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' MK WKH F+WPF+QPVDA KL LPDYHKIIKQPMDMGTIK+R LE++Y 
Sbjct: 47 MKVIWKHHFSWPFQQPVDAKKLNLPDYHKIIKQPMDMGTIKKR-LENNY 94 



Score = 62.8 bits (151), Expect ^ 2e-09 

Identities = 27/45 (60%), Positives = 35/45 {11%), Gaps - 1/45 (2%) 

Query: 6 KHQ-FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

KH +AWPF +PVDA LGL DYH IIK+PMD+GT+KR++ +Y 
Sbjct: 495 KHSGYAWPFYKPVDAEMLGLHDYHDIIKKPMDLGTVKRKMDNREY 539 



□ > qi I 33416865 | qb | AAH55543 . 1 1 Unknown (protein for IMAGE : 5913826 ) [Danio rerio] 
Length = 515 

Score =87.8 bits (216), Expect = 6e-17 
Identities = 39/44 (88%), Positives ^ 41/44 (93%) 

Query: 1 MKTUiWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRL 44 

+K LWKHQFAWPF QPVDAVKLGLPDYHKIIK PMDMGTIK+RL 
Sbjct: 43 VKTLWKHQFAWPFYQPVDAVKLGLPDYHKIIKNPMDMGTIKKRL 86 



Score = 52.8 bits (125), Expect = 2e-06 
Identities = 22/41 (53%), Positives = 30/41 (73%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA L L DYH I IK PMD+ T+K+++ +Y 
Sbjct: 313 YAWPFYKPVDAEALELHDYHDIIKHPMDLSTVKKKMDSREY 353 



□ > qi I 27 8 04346 I qb | AA022237 . 1 [ BRD4-NUT fusion oncoprotein [Homo sapiens] 
Length = 1846 

Score = 87.4 bits (215), Expect = 9e-17 

Identities - 39/49 (79%), Positives = 45/49 (91%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K LWKHQFAWPF+QPVDAVKL LPDY+KIIK PMDMGTIK+R LE++Y 
Sbjct; 71 LKTLWKHQFAWPFQQPVDAVKLNLPDYYKIIKTPMDMGTIKKR-LENNY 118 



Score = 52.8 bits (125), Expect = 2e-06 
Identities = 24/41 (58%), Positives = 28/41 (68%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 4 9 

+AWPF +PVD LGL DY I IK PMDM TIK +L +Y 
Sbjct: 372 YAWPFYKPVDVEALGLHDYCDIIKHPMDMSTIKSKLEAREY 412 



□ > gi|246404841ref |NP 727228.11 M CG2252-PA [Drosophila melanogaster] 
qi I 45554398 I reflNP 996368.11 CG2252-PE [Drosophila melanogaster] 
gi|45554406|ref |NP 996369.11 CG2252-PD [Drosophila melanogaster] 
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qil 455544161 reflNP 996370.11 CG2252-PC [Drosophila melanogaster] 

qi|157455 I qb IAAA28541.il II 5 . 9 kb fsh membrane protein 
qi| 228 319261 qb|AAN09226. 1 | CG2252-PA [Drosophila melanogaster] 
qi| 45446848 |qb|7UVS65277. 1 [ CG2252-PC [Drosophila melanogaster] 
qil 45446849 [qb I AAS65278. 1 | CG2252-PD [Drosophila melanogaster] 
qi I 45446850 | qb | AAS6527 9 . 1 | CG2252-PE [Drosophila melanogaster] 
Length = 1110 

Score = 87.4 bits (215), Expect = 9e-17 

Identities = 38/49 (77%), Positives = 44/49 (89%), Gaps = 1/49 (2%) 

Query: 1 MKTUiWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

MK +WKH F+WPF+QPVDA KL LPDYHKIIKQPMDMGTIK+R LE++Y 
Sbjct: 47 MKVIWKHHFSWPFQQPVDAKKLNLPDYHKIIKQPMDMGTIKKR-LENNY 94 



Score = 60.8 bits ( 146) Expect = 7e-09 

Identities = 27/45 (60%), Positives = 35/45 (77%), Gaps = 1/45 (2%) 

Query: 6 KHQ-FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

KH +AWPF +PVDA LGL DYH IIK+PMD+GT+KR++ +Y 
Sbjct: 495 KHSGYAWPFYKPVDAEMLGLHDYHDIIKKPMDLGTVKRKMDNREY 539 



□ > qi|31206311|ref |XP 312107. 1[ ENSANGP000000168 4 8 [Anopheles gambiae] 
qi|21295629 [qb|EAA07774. 1| ENSANGP00000016848 [Anopheles gambiae str. PEST] 
Length = 806 

Score =87.0 bits (214), Expect = le-16 

Identities = 39/49 (79%), Positives = 46/49 (93%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

MKA+WKHQF+WPF+QPVDA KL LPDYHKIIKQPMD+GTIK+R LE++Y 
Sbjct: 46 MKAVWKHQFSWPFQQPVDAKKLNLPDYHKIIKQPMDLGTIKKR-LENNY 93 



Score = 58.9 bits (141), Expect = 3e-08 
Identities = 25/41 (60%), Positives = 33/41 (80%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA LGL DYH IIK+PMD+GT+KR+4- +Y 
Sbjct: 427 YAWPFYKPVDAELLGLHDYHDIIKKPMDLGTVKRKMDNREY 467 

X 

□ > gi|34853148|ref |XP 342397.11 B similar to Brd3 protein [Rattus norvegicus] 
Length = 659 

Score = 86.3 bits (212), Expect = 2e-16 

Identities = 39/49 (79%), Positives = 44/49 (89%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 4 9 

+K LWKHQFAWPF QPVDA+KL LPDYHKIIK PMDMGTIK+R LE++Y 
Sbjct: 47 VKTLWKHQFAWPFYQPVDAIKLNLPDYHKIIKNPMDMGTIKKR-LENNY 94 
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□ > qi|48134425|ref |XP 393347.11 H similar to ENSANGP00000016848 [Apis mellifera] 
Length = 1488 



Score = 86.3 bits (212), Expect = 2e-16 

Identities - 38/49 (11%) r Positives = 44/49 (89%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K -l-WKHQFAWPF+QPVDA KL LPDYHKIIKQPMD+GTIK+R LE+ Y 
Sbjct: 677 LKPVWKHQFAWPFQQPVDAKKLNLPDYHKIIKQPMDLGTIKKR-LENTY 724 



Score =57.8 bits (138), Expect = 6e-08 

Identities = 26/45 (57%), Positives = 34/45 (75%), Gaps = 1/45 (2%) 

Query: 6 KHQ-FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

KH +AWPF +PVDA LGL DYH IIK+PMD+GT+K ++ +Y 
Sbjct: 1024 KHSGYAWPFYKPVDAELLGLHDYHDIIKKPMDLGTVKTKMDNREY 1068 



□ > qi I 26332152 [ dbj | BAC29806 . 1 1 unnamed protein product [Mus musculus] 

Length = 511 

Score ^ 85.5 bits (210), Expect = 3e-16 

Identities 39/49 (79%), Positives = 44/49 (89%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 4 9 

+K LWKHQFAWPF QPVDA+KL LPDYHKIIK PMDMGTIK+R LE++Y 
Sbjct: 46 VKTLWKHQFAWPFYQPVDAIKLNLPDYHKIIKNPMDMGTIKKR-LENNY 93 



Score ^ 53.9 bits (128), Expect = le-06 
Identities = 23/41 (56%), Positives = 30/41 (73%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA L L DYH IIK PMD+ T+KR++ +Y 
Sbjct: 329 YAWPFYKPVDAEALELHDYHDIIKHPMDLSTVKRKMDSREY 369 



□ > qi I 47115837 | sp | Q8K2F0 j BRD3 MOUSE H Bromodomain-containing protein 3 (Bromodomai 
protein FSRG2) 
Length =72 6 

Score = 85.5 bits (210), Expect = 3e-16 

Identities = 39/49 (79%), Positives = 44/49 (89%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 4 9 

+K LWKHQFAWPF QPVDA+KL LPDYHKIIK PMDMGTIK+R LE++Y 
Sbjct: 46 VKTLWKHQFAWPFYQPVDAIKLNLPDYHKIIKNPMDMGTIKKR-LENNY 93 



Score ^ 53.9 bits (128), Expect = le-06 
Identities = 23/41 (56%), Positives = 30/41 (73%) 
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Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA L L DYH I IK PMD+ T+KR++ +Y 
Sbjct: 32 9 YAWPFYKPVDAEALELHDYHDIIKHPMDLSTVKRKMDSREY 369 



□ > qi I 31981Q64 I ref | NP_075825 . 2 | B bromodomain containing 3; bromodomain-containing 

qi I 21594631 1 qb | AAH31536. 1 1 D Bromodomain containing 3 [Mus musculus] 
Length = 726 

Score = 85.5 bits (210), Expect ^ 3e-16 

Identities = 39/49 (79%), Positives = 44/49 (89%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K LWKHQFAWPF QPVDA+KL LPDYHKIIK PMDMGTIK+R LE++Y 
Sbjct: 46 VKTLWKHQFAWPFYQPVDAIKLNLPDYHKIIKNPMDMGTIKKR^LENNY 93 



Score =53.9 bits (128), Expect = le-06 
Identities = 23/41 (56%), Positives = 30/41 (73%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA L L DYH I IK PMD+ T+KR++ +Y 
Sbjct: 329 YAWPFYKPVDAEALELHDYHDIIKHPMDLSTVKRKMDSREY 369 



□ > gi I 857 5733 | qb| AAF78 072 . 1 1 B bromodomain-containing FSH-like protein FSRG2 [Mus 
Length =72 6 

Score =85.5 bits (210), Expect = 3e-16 

Identities = 39/49 (79%), Positives = 44/49 (89%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K LWKHQFAWPF QPVDA+KL LPDYHKIIK PMDMGTIK+R LE++Y 
Sbjct: 46 VKTLWKHQFAWPFYQPVDAIKLNLPDYHKIIKNPMDMGTIKKR-LENNY 93 



Score =53.9 bits (128), Expect = le-06 
Identities = 23/41 (56%), Positives = 30/41 (73%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA L L DYH I IK PMD+ T+KR++ +Y 
Sbjct: 329 YAWPFYKPVDAEALELHDYHDI IKHPMDLSTVKRKMDSREY 369 



□ > qi I 40788944 [dbj |BAA05393.2| IH KIAA0043 [Homo sapiens] 
Length = 731 

Score = 85.1 bits (209), Expect = 4e-16 

Identities = 39/49 (79%), Positives = 44/49 (89%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K LWKHQFAWPF QPVDA+KL LPDYHKIIK PMDMGTIK+R LE++Y 
Sbjct: 52 VKTLWKHQFAWPFYQPVDAIKLNLPDYHKIIKNPMDMGTIKKR-LENNY 99 
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Score ^ 53.1 bits (126), Expect = 2e-06 
Identities = 23/41 (56%), Positives = 30/41 (73%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA L L DYH I IK PMD+ T+KR++ +Y 
Sbjct: 335 YAWPFYKPVDAEALELHDYHDIIKHPMDLSTVKRKMDGREY 375 



□ > gi [2159467 0|qb| AAH3212 4. 1| B BRD3 protein [Homo sapiens] 
Length = 556 

Score = 85.1 bits (209), Expect = 4e-16 

Identities = 39/49 (79%), Positives = 44/49 (89%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 4 9 

+K LWKHQFAWPF QPVDA+KL LPDYHKIIK PMDMGTIK+R LE++Y 
Sbjct: 47 VKTLWKHQFAWPFYQPVDAIKLNLPDYHKIIKNPMDMGTIKKR-LENNY 94 



Score =52.8 bits (125), Expect = 2e-06 
Identities = 23/41 (56%), Positives = 30/41 (73%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA L L DYH I IK PMD+ T+KR++ +Y 
Sbjct: 330 YAWPFYKPVDAEALELHDYHDIIKHPMDLSTVKRKMDGREY 370 



□ > qi I 263454161 dbj | BAC36359 . 1 1 H unnamed protein product [Mus musculus] 
Length = 505 

Score = 85.1 bits (209), Expect = 4e-16 

Identities = 39/49 (79%), Positives = 44/49 (89%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K LWKHQFAWPF QPVDA+KL LPDYHKIIK PMDMGTIK+R LE++Y 
Sbjct: 46 VKTLWKHQFAWPFYQPVDAIKLNLPDYHKIIKNPMDMGTIKKR-LENNY 93 



Score = 53.5 bits (127), Expect = le-06 
Identities = 23/41 (56%), Positives = 30/41 (73%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA L L DYH I IK PMD+ T+KR++ +Y 
Sbjct: 329 YAWPFYKPVD7\EALELHDYHDIIKHPMDLSTVKRKMDSREY 369 



□ > qi|11067749|ref |NP 031397.11 B bromo domain containing protein 3; RING3-like gen 
bromodomain-containing 3; open reading frame X [Homo 
sapiens] 

qi|12643726|sp|Q15059|BRD3 HUMAN B Bromodomain-containing protein 3 (RING3-like p 
Length = 726 
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Score = 85.1 bits (209), Expect = 4e-16 

Identities = 39/49 (79%), Positives = 44/49 (89%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K LWKHQFAWPF QPVDA+KL LPDYHKIIK PMDMGTIK+R LE++Y 
Sbjct: 47 VKTLWKHQFAWPFYQPVDAIKLNLPDYHKIIKNPMDMGTIKKR-LENNY 94 



Score = 52.8 bits (125), Expect 2e-06 
Identities = 23/41 (56%), Positives = 30/41 (73%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA L L DYH IIK PMD+ T+KR++ +Y 
Sbjct: 330 YAWPFYKPVDAETUiELHDYHDIIKHPMDLSTVKRKMDGREY 370 



□ > qi I 3184498 | qb | AAC27978 . 1 [ B R31546_l [Homo sapiens] 
Length = 731 

Score = 83.6 bits (205), Expect = le-15 

Identities = 39/49 (79%), Positives = 45/49 (91%), Gaps - 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVK.LGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K LWKHQFAWPF+QPVDAVKL LPDY+KIIK PMDMGTIK+R LE++Y 
Sbjct: 82 LKTLWKHQFAWPFQQPVDAVKLNLPDYYKIIKTPMDMGTIKKR-LENNY 129 



Score = 50.8 bits (120), Expect = 9e-06 
Identities = 24/41 (58%), Positives = 28/41 (68%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVD LGL DY IIK PMDM TIK +L +Y 
Sbjct: 383 YAWPFYKPVDVEALGLHDYCDIIKHPMDMSTIKSKLEAREY 423 



□ > qi[37674287|ref |NP 932762.11 IS bromodomain containing 4 isoform 2; bromodomain- 
broniodomain-containing 4 [Mus musculus] 

qi I 18308127 | qb | AAL67 834. 1 1 H bromodomain-containing protein BRD4 short variant [M 
Length = 723 

Score = 83.2 bits (204), Expect = le-15 

Identities = 39/49 (79%), Positives = 45/49 (91%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 4 9 

+K LWKHQFAWPF+QPVDAVKL LPDY+KIIK PMDMGTIK+R LE++Y 
Sbjct: 71 LKTLWKHQFAWPFQQPVDAVKLNLPDYYKIIKTPMDMGTIKKR-LENNY 118 



Score = 50.8 bits (120), Expect = 9e-06 
Identities = 24/41 (58%), Positives = 28/41 (68%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVD LGL DY IIK PMDM TIK +L +Y 
Sbjct: 373 YAWPFYKPVDVEALGLHDYCDIIKHPMDMSTIKSKLESREY 413 
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□ > qi I 7657218 I ref |NP 055114.11 B bromodomain-containing protein 4 isoform short; 
chromosome-associated protein; bromodomain-containing 4 
[Homo sapiens] 

qi 13115204 I emb|C7\A72780. 11 M HUNKI [Homo sapiens] 
Length = 722 

Score =83.2 bits (204), Expect = le-15 

Identities =39/49 (79%), Positives = 45/49 (91%), Gaps - 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K LWKHQFAWPF+QPVDAVKL LPDY+KIIK PMDMGTIK+R LE++Y 
Sbjct: 71 LKTLWKHQFAWPFQQPVDAVKLNLPDYYKIIKTPMDMGTIKKR-LENNY 118 



Score = 50.4 bits (119), Expect = le-05 
Identities = 24/41 (58%), Positives = 28/41 (68%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVD LGL DY IIK PMDM TIK +L +Y 
Sbjct: 372 YAWPFYKPVDVEALGLHDYCDIIKHPMDMSTIKSKLEAREY 412 



□ > qi I 45501005 | qb | AAH67129 . 1 1 Unknown (protein for IMAGE : 6138785) [Homo sapiens] 
Length = 548 

Score =82.8 bits (203), Expect = 2e-15 

Identities = 39/49 (79%), Positives = 45/49 (91%), Gaps - 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K LWKHQFAWPF+QPVDAVKL LPDY+KIIK PMDMGTIK+R LE++Y 
Sbjct: 71 LKTLWKHQFAWPFQQPVDAVKLNLPDYYKIIKTPMDMGTIKKR-LENNY 118 



Score = 50.1 bits (118), Expect = le-05 
Identities - 24/41 (58%), Positives = 28/41 (68%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 4 9 

+AWPF +PVD LGL DY IIK PMDM TIK +L +Y 
Sbjct: 372 YAWPFYKPVDVEALGLHDYCDIIKHPMDMSTIKSKLEAREY 412 



□ > qi|33879612 |qb|AAH3Q158. 1[ B BRD4 protein [Homo sapiens] 
Length = 548 

Score =82.8 bits (203), Expect = 2e-15 

Identities = 39/49 (79%), Positives = 45/49 (91%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K LWKHQFAWPF+QPVDAVKL LPDY+KIIK PMDMGTIK+R LE++Y 
Sbjct: 71 LKTLWKHQFAWPFQQPVDAVKLNLPDYYKIIKTPMDMGTIKKR-LENNY 118 
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Score ^50.1 bits (118), Expect - le-05 
Identities - 24/41 (58%), Positives = 28/41 (68%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVD LGL DY IIK PMDM TIK +L +Y 
Sbjct: 372 YAWPFYKPVDVEALGLHDYCDIIKHPMDMSTIKSKLETU^EY 412 



□ > qi I 33416361 1 qb | AAH55533 . 1 1 0 Zgc:77289 protein [Danio rerio] 
Length = 499 

Score =82.4 bits (202), Expect = 2e-15 

Identities - 37/49 (75%), Positives = 43/49 (87%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K LWKHQFAWPF PVDA+KL LPDYHK+IK PMDMGTIK+R LE++Y 
Sbjct: 43 VKTLWKHQFAWPFYTPVDAIKLNLPDYHKVIKNPMDMGTIKKR-LENNY 90 



Score = 55.1 bits (131), Expect = 5e-07 
Identities = 23/41 (56%), Positives = 32/41 (78%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA L L DYH+IIKQPMD+ T+K+++ +Y 
Sbjct: 313 YAWPFYKPVDAEALELHDYHEIIKQPMDLSTVKKKMDSREY 353 



□ > qi|47086635|ref |NP 997867.11 H Unknown (protein for MGC: 77289) ; wu:fa28f05 [Dan 

qi I 41944567 I qb | A7VH65949 . 1 1 @ Unknown (protein for MGC: 77289) [Danio rerio] 
Length ^ 664 

Score =82.4 bits (202), Expect = 3e-15 

Identities = 37/49 (75%), Positives = 43/49 (87%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K LWKHQFAWPF PVDA+KL LPDYHK+IK PMDMGTIK+R LE++Y 
Sbjct: 43 VKTLWKHQFAWPFYTPVDAIKLNLPDYHKVIKNPMDMGTIKKR-LENNY 90 



Score =55.1 bits (131), Expect = 5e-07 
Identities = 23/41 (56%), Positives = 32/41 (78%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA L L DYH+IIKQPMD+ T+K+++ +Y 
Sbjct: 313 YAWPFYKPVDAEALELHDYHEIIKQPMDLSTVKKKMDSREY 353 



□ > qi [ 33417197 | qb | AAH555Q8 . 1 1 Unknown (protein for IMAGE : 3819162 ) [Danio rerio] 
Length = 558 

Score =32.0 bits (201), Expect = 3e-15 

Identities = 37/49 (75%), Positives = 44/49 (89%), Gaps - 1/49 (2%) 



http://wwwjicbi.nlm.nih.gov/BLAST/Blastxgi 7/8/04 



Query: 1 MKAlwKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+KALW+H FAWPF +PVDA +L LPDYHKIIKQPMDMGTIK+R LE++Y 
Sbjct: 61 VKALWRHHFAWPFHEPVDATRLNLPDYHKIIKQPMDMGTIKKR-LENNY 108 



Score = 58.5 bits (140), Expect = 4e-08 
Identities = 26/41 (63%), Positives = 32/41 (78%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 4 9 

+AWPF +PVDA LGL DYH I IK PMD+ TIKR++ E +Y 
Sbjct: 358 YAWPFYKPVDAS7VLGLHDYHDIIKHPMDLSTIKRKMDEREY 398 



n > qi I 47216871 \ eirib | CAG11678 . 1 1 unnamed protein product [Tetraodon nigroviridis] 
Length = 834 

Score =82.0 bits (201), Expect = 3e-15 

Identities = 37/49 (75%), Positives = 44/49 (89%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K+LW+H FAWPF +PVDAVKL LPDYHKIIK PMDMGTIK+R LE++Y 
Sbjct: 60 LKSLWRHHFAWPFHEPVDAVKLNLPDYHKIIKTPMDMGTIKKR-LENNY 107 



Score =58.9 bits (141), Expect = 3e-08 
Identities = 26/41 (63%), Positives = 32/41 (78%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 4 9 

+AWPF +PVDA LGL DYH IIKQPMD+ TIKR++ +Y 
Sbjct: 423 YAWPFYKPVDASSLGLHDYHDIIKQPMDLSTIKRKMDNREY 463 



□ > qi I 19171509 | emb | CAC84085 . 1 1 hypothetical protein [Takifugu rubripes] 
Length = 7 01 

Score = 81.3 bits (199), Expect ^ 6e-15 

Identities = 37/49 (75%), Positives = 43/49 (87%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K LWKHQFAWPF QPVDA+KL L DYHK+IK PMDMGTIK+R LE++Y 
Sbjct: 44 VKTLWKHQFAWPFYQPVDAIKLCLADYHKVIKNPMDMGTIKKR-LENNY 91 



Score = 52.8 bits (125), Expect = 2e-06 
Identities - 22/41 (53%), Positives = 31/41 (75%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA L L DYH I IK PMD+ TI++++ + +Y 
Sbjct: 315 YAWPFYKPVDAEALELHDYHDIIKHPMDLSTIRKKMDKGEY 355 



□ > qi I 34862361 1 ref | XP_343176 . 1 1 i! similar to bromodomain-containing protein BRD4 s 
[Rattus norvegicus] 
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Length = 1433 

Score = 80.9 bits (198), Expect = 7e-15 
Identities = 38/49 (77%), Positives = 43/49 (87%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K LWKHQFAWPF+QPVDAVKL LPDY+KIIK PMDMGTIK+RL + Y 
Sbjct: 71 LKTLWKHQFAWPFQQPVDAVKLNLPDYYKIIKTPMDMGTIKKRLENNYY 119 



Score =49.3 bits (116), Expect = 2e-05 
Identities = 24/41 (58%), Positives = 28/41 (68%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVD LGL DY I IK PMDM TIK +L +Y 
Sbjct: 37 3 YAWPFYKPVDVEALGLHDYCDI IKHPMDMSTIKSKLESREY 413 



D > gi| 197187311 ref| NP_490597 . 1 [ B bromodomain-containing protein 4 isof orm long; 
chromosome-associated protein; bromodomain-containing 4 
[Homo sapiens] 

qi I 20141192 I sp I 060885 I BRD4 HUM7\N B Bromodomain-containing protein 4 (HUNKl protei 

qi[16589003|qb| A7Uj2 6987 . 1 | :B bromodomain-containing 4 [Homo sapiens] 
Length = 1362 

Score ^ 80.9 bits (198), Expect = 8e-15 
Identities = 38/49 {11%), Positives = 43/49 (87%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

-t-K LWKHQFAWPF+QPVDAVKL LPDY+KIIK PMDMGTIK+RL + Y 
Sbjct: 71 LKTLWKHQFAWPFQQPVDAVKLNLPDYYKIIKTPMDMGTIKKRLENNYY 119 



Score = 48.9 bits (115), Expect 3e-05 
Identities = 24/41 (58%), Positives = 28/41 (68%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVD LGL DY I IK PMDM TIK +L +Y 
Sbjct: 372 YAWPFYKPVDVEALGLHDYCDI IKHPMDMSTIKSKLE7\REY 412 



□ >qi[ 99314861 qb|AAG02191. 1 1 IS cell proliferation related protein CAP [Mus musculu 
Length = 1400 

Score = 80.5 bits (197), Expect = 9e-15 
Identities = 38/49 (77%), Positives = 43/49 (87%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K LWKHQFAWPF+QPVDAVKL LPDY+KIIK PMDMGTIK+RL + Y 
Sbjct: 71 LKTLWKHQFAWPFQQPVDAVKLNLPDYYKIIKTPMDMGTIKKRLENNYY 119 



Score = 49.3 bits (116), Expect = 3e-05 
Identities ^ 24/41 (58%), Positives = 28/41 (68%) 
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Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVD LGL DY I IK PMDM TIK +L +Y 
Sbjct: 373 YAWPFYKPVDVEALGLHDYCDIIKHPMDMSTIKSKLESREY 413 



D > qi I 31560788 I ref I NP 065254.21 B bromodomain containing 4 isoform 1; bromodomain- 
bromodomain-containing 4 [Mus musculus] 

qi I 18308125 I qb | AAL67833 . 1 1 B bromodomain-containing protein BRD4 long variant [Mu 
Length = 1400 

Score ^ 80.5 bits (197), Expect = 9e-15 
Identities = 38/49 (77%), Positives = 43/49 (87%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K LWKHQFAWPF+QPVDAVKL LPDY+KIIK PMDMGTIK+RL + Y 
Sbjct: 71 LKTLWKHQFAWPFQQPVDAVKLNLPDYYKIIKTPMDMGTIKKRLENNYY 119 



Score 49.3 bits (116), Expect = 3e~05 
Identities = 24/41 (58%), Positives - 28/41 (68%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVD LGL DY I IK PMDM TIK +L +Y 
Sbjct: 373 YAWPFYKPVDVEALGLHDYCDIIKHPMDMSTIKSKLESREY 413 



□ > gi I 47210026 I emb | CAF90901. 1 1 unnamed protein product [Tetraodon nigroviridis] 
Length = 1594 

Score 80.5 bits (197), Expect = le-14 

Identities = 38/49 (77%), Positives - 44/49 (89%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K+LWKH FAWPF+ PVDAVKL LPDY+KIIK PMDMGTIKRR LE++Y 
Sbjct: 468 LKSLWKHHFAWPFQAPVDAVKLNLPDYYKIIKTPMDMGTIKRR-LENNY 515 



Score = 51.6 bits (122), Expect = 5e-06 
Identities = 22/41 (53%), Positives = 29/41 (70%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVD LGL DY+ IIK PMD+ TIK+++ Y 
Sbjct: 763 YAWPFYKPVDVTSLGLHDYYDIIKHPMDLSTIKKKMDSRQY 803 



□ > qi I 18157527 | dbj | BAB838 42 . 1 1 BRD2-partially supported by GENSCAN and GrailEXP [O 
Length = 814 

Score - 79.3 bits (194), Expect = 2e-14 

Identities = 35/49 (71%), Positives = 43/49 (87%), Gaps - 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 
+K+LW+H FAWPF +PVDA KL LPDYHKIIK PMDMGTI++R LE++Y 
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Sbjct: 8 6 LKSLWRHHFAWPFHEPVDAAKLNLPDYHKIIKTPMDMGTIRKR-LENNY 133 



Score = 57.8 bits (138), Expect = 7e-08 
Identities = 26/41 (63%), Positives = 33/41 (80%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDAV LGL DYH+IIK PMD+ TIKR++ +Y 
Sbjct: 401 YAWPFYKPVDAVSLGLHDYHEIIKFPMDLSTIKRKMDGREY 441 



> qi I 47212213 | emb | CAF9498Q . 1 1 unnamed protein product [Tetraodon nigroviridis] 
Length = 642 

Score - 79.0 bits (193), Expect = 3e-14 

Identities - 37/49 (75%), Positives - 43/49 (87%), Gaps = 1/49 (2%) 

Query: 1 MKALWKHQFAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+K LWKHQFAWPF QPVDA+KL L DYHK+IK PMDMGTIK+R LE++Y 
Sbjct: 28 VKTLWKHQFAWPFYQPVDAIKLCLADYHKVIKNPMDMGTIKKR-LENNY 75 



Score = 51.6 bits (122), Expect = 5e-06 
Identities = 22/41 (53%), Positives ^ 31/41 (75%) 

Query: 9 FAWPFRQPVDAVKLGLPDYHKIIKQPMDMGTIKRRLLEDDY 49 

+AWPF +PVDA L L DYH IIK PMD+ TH-+++ + +Y 
Sbjct: 305 YAWPFYKPVDAEALELHDYHDIIKHPMDLSTIRKKMDKGEY 345 



Database: All non-redundant GenBank CDS 

translations+PDB+SwissProt+PIR+PRF excluding environmental samples 

Posted date: Jul 7, 2004 11:55 PM 
Number of letters in database: 640,719,545 
Number of sequences in database: 1,921,076 

Lambda K H 

0.326 0.142 0.476 

Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB: 16,291,769 

Number of Sequences: 1921076 

Number of extensions: 439624 

Number of successful extensions: 1198 

Number of sequences better than 10.0: 127 
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Number of HSP's better than 10.0 without gapping: 93 

Number of HSP's successfully gapped in prelim test: 34 

Number of HSP's that attempted gapping in prelim test: 1011 

Number of HSP's gapped (non-prelim) : 181 

length of query: 49 

length of database: 640,719,545 

effective HSP length: 22 

effective length of query: 27 

effective length of database: 598,455,873 

effective search space: 16158308571 

effective search space used: 16158308571 



T: 11 
A: 40 
XI: 15 
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31; 
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Conserved Domain Database 



PubM&d :\ucieotide PrGie:r\ Structure CDD Tsxoi^oniy Hs3p? 

CD: CQMa78J.>..CO.GM76 PSSM-ld: 14205 Source: Cog 

Description: Transcription factor Involved in chromatin rennodeling, contains bromodomain [Chronnatin structure and 
dynamics / Transcription] 

Taxa: . Evdi^ACyota Related: may span multiple domains 

Status: Alignment from source Created: 7-Oct-2002 

Aligned: 22 rows PSSM: 371 columns Representative: Consensus 

Proteins: fClick here for CiDART summs^rv of Proteins containinci COGv5076] 

|:;M|3 as jHypertext ^ jwidthSO || color at 1 2.0 bits || 

^^;^j|^||;f|^A^ [up to 10 i^i|of the fn est diverse members ill 



10 20 30 40 50 60 

* i I * I I * I * I 

consensus 1 LEFDKVSYSQLGRPSVLK"SEFGNELLRLVONDSSP--F?KrA?in?^KGSKN^^ -jS 

^1 19173481 ' 

.al„A^:121io9 1 M}i!GEETNSGNIIJlEHOLKyCSQILTRLKRNSNAPPFi£PVDPVKLGIPDY 60 

qi 19074752 1 ^^Xyf^H-QLRy^SQfK-iRDH'KA^^:^^^ 60 

^LAZZ2.^2!a1. ^1VDD3Kl^•APFDKTK^:DH;VLEALVGLKD^JEGNP"FDDIFE^^ 55 

^Ii„-i-ili27 95 1 ^^^IAQKVA7LQYLr;X0CeNP?TA?NE;ELFNRTAE3SLLLEPI 41 

QLI'IZI^A KH>^PH;VTYPSLGPiP ^^IFAESMOPSDLSSNP-- -■I^1TQEMDll:K>VGLN"PEMKK;\FA 166 

qi 401643 4 0 APLNPKSh^LPLDDwHIPKf NPFlSFTLDx'T.lDKYKDiFKDPI 99 

70 SO 90 100 110 120 

* 1 ^ I i ^ I * j * I 

consensus 59 ZY IT Sl\/ DRE.'9G-- Sl^lhNVl4DuL^^ 116 

qi 19173481 I MGrlKDEMKHSLFGV LRiyai 18 

q;i. 19173489 61 STXPKKLD:?Kf^ Yr;Gph;GPDGDMP.l:MPSNCYTYNPPGTVVHEM 12 0 

9L.11!1JA2^Z. ^1 ^VVTLPQVF-DTKHV-NlvrALVNSAEEIVGGXCYRPPF-ERN FVE IV FLAVD YD FQVK 1 13 

!^L.1HM1^1 1-'^ HlKSSFSLDsIiTHFPkRVHNEDDGLTFSKXSpySPSSLKDGASNTVTNDASNKIKSEASES 18 9 

.9:L.lI^?l^l^i PIC:YK^^^^R"NK/l.KTgKYLSMGDPYDDIRLI^SNAQTY^^l^ 114 

qi 19112795 42 ^^QDQ :;KDLvEFWMHdSNKSDSKLLSNQVSQNDNDARK^^LRK^^ 101 

qi 172367 0 167 KLDSSIT BPKP -- -TN QDYPMQQK - -NSP-- AFP-- --THSASITPQPLASPTPVV 211 

cji 401643 100 MSINEIKS rDYEYEdGPSNPLLPVEiq^TKT^CQAYNEYDSLTVKNSMQVVMLIEF^^^^ 159 

HA...Pl?llY^i ^ALTSSPAgIAH;NGlFGATLAANGENGYNATG3GAFDEQQGT,KKSPGGQ "119 

130 140 150 160 170 180 

: I ^ i ^' i ^ I 

consensus 117 Gl.GS i;L i^If liKT - -- - S YKKRKT PK 1 E DE 141 

£.L..l?113Mi 1"^= GKKKCITVTMID— LISTSEEKRM 39 

^L.M1I1!}.M. XPKKRKKTEMPAvg rpK -QVKRKVKGSDG 148 

9A.„lMZl:Z^^i^. ll^t GVGGFIviMDLLKEvvkeeagdcswksadsi;Lglyehrgrtlddldp 173 

5ll„lllli5^2 190 7lSPSALQALDST^:ags3ke h^sphdeTVKKEENDKDQ YP 228 

g:l. 1222 9701 115 KDGTLNEi^EN/^^err, e:?SINE?i^HKPGTNr;I A 42 

gL.19112292_ 102 KLKSLYEEVA J'CAKAKAVEDQ 121 

:lL„12^P?110 2-2 NYANlTSAHPkt hVRRGRPPVTDL 23'^ 

akJOlMl 1^^^ NLKPNYLINSEVk AKLLHYLNKLVEA 16 5 

f^^L.A~^^U:il KQELPMEVPKEPap apP- PEPDMNNLPQN 147 

190 200 210 220 230 240 
^. . . . I ^ : I . . . . ^. . . ,i ^ I 

consensus 142 IJ^YAl^NKAIAKFKKQLFLRDGRPLSSIFLGLPSKREYPDYYPllKSP-MDLLTXOKKL 200 
;lk.l ^ 12pill ^ 0 FIXtPVPPLPQRLTRILAAIKSPEQSKVFLSRPIJa'rNHPRS}{}\T']lGIP"M 97 
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MKASDYEFCSETLSDLVKPKHK;\.YNwPFL£PVDGDLVi?GYY3VXKEP--MDLQ'^^ 207 

qi 1.9074752 174 VTYADNVAIGYFRKQGFSTDVRFGG i^IGFIKDYEGGlVVFCCVSWeTNYLKKOEXX^^s 23a 

^^-^ P>lTKEQHKYIHAMLROLRRGRDSIPFRAPVDPVKONIPDYPxYIKNP-XDLGTMQKKh^SS 287 

DV??CVIQNILDALHEEKDE0GRFLIDIFIDLP3KRLYPDYYEXIKSP--MTXKML^nKRFK^ 2 01 

3i....I?Lli2 7 95 122 lJ\L^EADKEAKKfiK'Vl^A^V^J^ 131 

ai...l71^p2i5. ^^^^ PYVLRIKNILK>IMRREVDONNKTLTLCFEKLPDKKEEPTYYSVITDP-- ICLMDIRKKVKS 294 

qi 401643 186 TEKKINQALLGASSPKNLDDKVKLSEPFMELVDKD^^LPFYYKl VHSP--prAX.SlVKQ 244 

- ^ PKHQQKHAL1.A1K?\VKRLKDARPFLC:PVDPVKLDI PFY FNYIKRP-MDLSTI i^RKLNV 2 0 6 

250 260 270 280 290 300 

* i * I ^ ! ^ I * i * I 

consensus 201 GRYKSPPSFVSDPNLKFDNCKLYN-GPOSSVYVDAKELEKYFLKLIE-^IPEEMLELSIKP 259 

qi 19173481 98 "KY KSP^^:P^^:A:jI.DLI¥DNCLRPP--Q£KHHRPGATra4REVVG 155 

q:i. 19:73489 208 RRY0SV-^5^FGRl;PFLIVENCKKPPi"APGTEVYVCG0EFEKAVfa^^^ 266 

!2j^...H9LLi2^2. ^'-^^ ^:RRKLFh:EMKGI^;^;YHlT HK — l:i\DYS — RIKEIGDIPGVSGVECIVEEDRGMRLQA 2^4 

GVYS3A;0HFIDP:?^X;KFSNCFLYl<r--GTE3?V(:arT4GKNLgAT 346 

£i...A?22 920i 2 02 GEYTTLESFVK^a.KQMFINAKTY^^APGS^V'YEDASKLS0L5SSLIS3FSEQPKEH3PAT 260 

qi 19112795 182 EFKQSLKKFQSAMLPMLDNISNHR FG?^PESHPVNRKEAPDYPjSLV VKPQDLRTLK^^^ 241 

qi 1723670 2 95 RKYRNFHTFEEPPQXJ4LTNPKLYY--SgDQSNIIRAQLLEKNFNRLVR"IELSKPDEDYL 35 2 

2A„J.9.i.$M ^'"^-^ GQYSKI YDFXIDMLLVFQKAHIFN-DPSALI YKDATTLTNYFNYLIQKEFFPFLQDLNER 303 

^^^'^ GAYH;VPFQXTEDF^rLMVNNSIKFN"G?tsIAGI3QMARNIQA3FEK?JMLNKh^ 265 

310 320 330 340 350 360 

^ i I =^ j * I i I 

consensus 2 60 GR-EEREE -- REoVLXTNS QAliVGAVJPFLRPVSPEEVPDYYKDIHDPMD 305 

2A„A?1ZMj?1 ^-'^ SSIWEGGEX) QGPClKHAXrkniAARVLI:STGYG^;ASRTArWVLCDAFQRKML 2 06 

>n,.AS12AASil ^^^'^ LK-RKV7>lSy sREIRMLESKl-~MEQTGEMPTSRAYS •:NERV3XGNAIL>fiyiSK 315 

9iL.MS}2.£lM. ^^^^ ^ - FISYLX3DL QSNA?I?\^?FLR?VDPAEVFDYYKCIAKPMD 324 

a4„A3.IM^H ^'^''^ GR-"RPRSHtapkggartrR0AAMY3NSs----SGXRETMYDLKPHRRKrA/VEMKFCQSVLKE 403 

qi 12229701 261 SK--HEPEE - TPASPTPSV SASTSRERSTSVAP3FTTSDQAA.TPDVLKS 306 

2k..l^ll2222. '^'^^ GNiTEVDEl --yREVLRIFANckxrLYNGSDPA>;AMSIWGF;ECPRYTEELFDlYRQ 293 

llL.12^1^ixI& EG~EPRYP LDDVEINDE KYQIGDi^fVLLHNPNDXNKPIVGQXFRl.WST 398 

^l..lxlAMl ^'^^ INLEFdk efENYIAIGGGg ?AAAGAIAISALDNDIEPESNRr:DI:IDQAD 355 

9l.,J^2Z2:121 RS3A2EDAP IVIRRAQTKNGRPKRTIHPPKSKDXYPYES 306 

370 380 390 400 410 420 

^ i ^ I ^ ! I * 1 * I 

consensus 3 06 LSTKELK~LRNNYYRPE~FTFVRDAKLFFDNCVRrYNGEVTDYYK>jANVLEDFVXKKTRLX 363 

gl 1917348^ 2 07 EIIKKWaERAGG 219 

.:Xi-..AM23lpl -^=5 EQTE3VAkIVLKNGAGE:(:VFNDEXEVDMRTXPD}{X^/FETDMYIK3XlvrVGED 370 

9i....^ljA2^2. -^'^ LST?^''LK--LRNNHYGCI--EAFV;^\aiLJXVNNCFEYNGRDTQYYKCA3^^ 382 

qi 19114532 404 LEKKQHEa YAYPFYKPV^.PTACGCPDYEKV■IKHPMDLGTMQNKX;NHNEYAS^lKAr'E^ 463 

S1L,.22Z2222L ^^i^arves-fskesekdq-tpxpfdvpspmdtlgqanygafax.xksfpstpvpdfl^^ 36^ 
^L.121}:2j12. ^"^"^ astrsq 2 99 

9ik,122j2LlA '^^^ TDGNKViiL-NACWYFRPE---QTVHRVDRI:FYKNEVMKTGQYRDH?ICDIKGKCYV^ 456 
ai„J.0l643 356 YDFNHFEgLGNGYNRSLlTEDYLLNPNMFKKLXAIPETVQSEVKNERSTTSDIEKTN^ 415 
q:i. 592 A 175 3 07 KKPKSKR-l.QOAMKECQ^iVLKEXHAKKHASYNYPrXEPVPPVSJ^JPPTYFDYyKEPH^ 365 
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Conserved Domain Database 



PubMed ^iuoieoticie Prote-n Structure CDD Tc-xoi-ion^y HfiSgi? 

CD: pfemQM39.11„Bro^^^^^^^^ PSSM-ld: 22994 Source: FiamlUSJ, PfamB-iK] 

Description: Bromodomain. Bromodomains are 110 amino acid long domains, tliat are found in many chromatin associated 
proteins. Bromodomains can interact specifically with acetylated lysine. 

Taxa: ..E;jMry.^>*^3 References: Spubmed Links Related: ^mMQD2S7. 

Status: Alignment from source Created: 12-Dec-2003 

Aligned: 68 rows PSSM: 91 columns Representative: Consensus 

Proteins: [Click here for OPART summcary of Proteins contain ing pfiamC}0439j 

lilif^-^M-^ with M using lyi^u^' (jo display structure, download GMQ) 

|Hypertext ^ | width 60 ^ color at }2!o bits 
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10 20 30 40 50 60 
* j ^ I i I I ^ I 

LNKLLLKVLEALDENDPRSLPFLF-pVLPSklKVPDYVEIIKKPHDLKTIKKKLKNGKYSS 60 

phdaaiqnxltklqnhaaa;wpflqpvnke----evpdyydfik;^ 7 0 

dDA.Fl.VHl:FEPETSNDP^^^^^QPAYlKPE^f^lllh■VSTGRKF^••N — ^lDl:DIvF:EFLWWGy YSE 1060 

LPKELMKIYNTIAQInT •SCALVFRRRLDsqKRGRYKKLVRRHHDLDTYQSRXNGCS.lSS 312 

FQS>iHLPMLDNISNHR--FG^VPFSHPVNRK EAPDYDSLVYKPQDLRTLKNMIKaGNITE 2 46 

QSKYLLS3iKATKRLK--P'ARPHXKPVDPIalNIPHYFNYVQTPMDLSLIr;TKLQGN^ 196 

rNRF:iSYTiX)\/LlDKY--¥^}X.FKDrxKU^^ 115 

GNYVT^AQIRKHRSSAG^3NSVT'FSFLRLPPr rFEPEY VEQVKEPIDVTTYQHK^^^^ 1 05 

MKtsr\^'nO/LKKEVLD"SGIGLTDLr^ERLPD.L:h-<n^ 339 

£RGFKPTELLCQEVIFALKTlPAGK\^£7VE!pvFLVGYTDIX£NPieLKDMSH;KAASGKY3T 567 
7 0 80 90 



I 



PEn;FVAr;^>;I:KFSNAKYY>3FPDSEVYKDAKK 
^iFDFIYP:Al<,I:VFNNCRMYNGFNTSYYKYANR 
PKOPLKPIELIYRDANTIGDRERVIKASEMF 
iUxii;LFRDFLL\/Al;N/v;U};'Y3K]^TRFYKSAVG 
VDELYRhVVLRI ^Ty^iCKi-rYNGSDPAisTAMS 1 wG 
VE O VT S 0 FKTM VDN C 1;N V'NGPF S S I S SMAKR 
PSNFLLDVFLLTKNCQAYNEYDSLIVKNSMQ 
YDQFNDDFMMFIKHNLTYYKDRSEEHKD^IMK 
FQEFQNDFNLMLTKFRlSHRGDPESIKISf^I 
VAA1;S Ar)VQI:MLSJ ;?CATFNKGNK VY IKY GNT 
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Conserved Domain Database 



PubMed 



- Nucleotide 



Structvire CDD 

PSSM-ld: 22746 



Source: Smart 



CD: SMtrtQa2tL„lQ,„BR 
Description: bromo domain; 

Taxa: ..Kiukajyota References: 2 Pubmec{.LJnks 

Status: Alignment from source Created: 12-Dec-2003 

Aligned: 78 rows PSSM: 109 columns 
Proteins: [Cttck.here for CDA^^^^^ 

il!ii^il^:^Bi! jc^^PlZr^ii using ) Virtual Bonds ii| (To display structure, download Cn3D ) 

as (Hypertext li| |width 60 ^ color at [2^0 bits ||( 



Related: .pfamQ0439. 
Representative: Consensus 
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10 20 30 40 50 60 
* ! ^ I . , . . i ^ I * ! ^ I 

1 SPKLQKKLQELLK?WLDKLDSH PLSWPFL 2 9 

7 QRFKRGP?1DAAIQHXLTELQNK AAAWPFL 3 5 

697 SP/^QRKCERVXV,ALrCHEPCR PhH 721 

153S RLAl;H:KELa?vSlJ;QVLTALLKSrt:t:3hllryrqaa 1597 

1416 Rl^KLLSLti'AGLVKSISKHQDSY■" ■ -- GIQ 1440 

249 SRGRSLAX.PKELMKIYNTIAQN i^:CALV}/-R 277 

183 EKOSLKKFQSAKLPMLDNISNH RFGAPJTS 211 

952 IQKRCKIVTSKLQRRIDKitlGQQiv piriLT 97 9 

863 F^i^HVlEKIKTPPKVFOPRLMRD \<A<H'V}i:rV 891 

773 TLLIQELIHNLFVSVHSHODDEg rCYSDSlA 6 03 

70 80 90 100 110 120 
, . . i * i ^ I ^ I I * I 

30 KPVSRKKAPDyYDlIKKPKDLKTXKKKLENGKY RSVEE PVADFNLMFSNARTYNG 

36 QPVNKE}^VPD:irYDFIKEPMDLSTMEIKLESNKY QKMEDl:^! YE'ARLVFNr^^CRMYNG 90 

722 Q1A/X=DST r'SI.DQPGGTL:;LTLlRAl^l.Ql^KLSppySSPQ£VA.QOVGRMr 77 6 

1598 VLTEVSK QX)EQQPLDl^GVKmmQGS'i VSVLf^PSDDTYKlIQ-AAINSDg- 1647 

1^41 KLNEAAgKMDFCNRFPVPLYPELIHERI.KNOYY RSIESFKHDVaAMLS^iAELYFV 1495 

27 8 RRLD3QKRGRYKKLVRRHMD1.DTVQSRXNGC3I SSAKELFRDFLLVANMAAIFYS 332 

2 12 HRVNRKEAPDYDSLVYKPQOiiRTLKNM 1 KEGNl TEVDELYREVLRI FAI^CKMYNGsd 2 68 

980 ^;X=l9KRI0NGYAAGG^/^fNl:l=ELRElDHRVRRLEY AGVKEIASOVOLMX.RGAMO^'YG" --- 1034 

392 EPVDPDEAEr)YVRlIETPICMQDli^EKX:^-^NCEY NHADKFVADLILIQTNALEYNP — 94 6 

aO^i EIFAVDP NFRNKPFLTPDllRKl-^VllNWRY RRLDLFQ^;■'^MFEVI:h:;RARR^i^iR~ - 35^ 

130 140 

I ^ I * 

S5 PDSEVYKDAKKLEK]::^FEKKLRELP? 109 
91 ENTSYYKY.ANRLEKFfNNKVKKIPE 115 
777 EDKADVQS1TG1:QRFFETRT^^'EA.FG 8 01 
1648 GQPEIKisAMSKVKSFFIROMPRVFP 1672 
1496 RS^UIMLSKXKRLRDKLTKTLRKLI-- 1519 
333 KNTREYKSiW'GLRDIVTKSLRHYLT 3 57 
2 69 PAIIAMSIWGDECFRYTEELFPjIYRQ 2 93 
1035 P'SHEVRSEAKKVHNLPEDLLKMSPP 1059 
947 STTKDGKLIRQHANTLRDAIDDLIE 971 
855 TDSEIYEDAVELQQPFIKIROELCK 879 
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